Supplementary Results

Supplementary Tables
Supplementary Table 1 . ATP hydrolysis by ClpX pore-loop variants with and without ClpP. These data are plotted in Fig. 2b . 
Supplementary Figures
Supplementary Figure 1 Michaelis-Menten or linear plots for degradation of UF titin I27 -ssrA by pore-loop variants of ClpXP. ClpX variants with zero to two pore-loop mutations were used at a pseudo-hexamer concentration of 25 nM together with a ClpP 14 concentration of 37.5 nM, variants with three to five poreloop mutations were used at a pseudo-hexamer concentration of 200 nM together with a ClpP 14 concentration of 300 nM, and AAAAAA ClpX was used at a concentration of 200 nM with a ClpP 14 concentration of 2 µM. 2 -4•P T •X T )), where X T is the total ClpX pseudo-hexamer concentration and P T is the total ClpP concentration in ClpX binding-site equivalents (50 nM for the experiments shown). Peptide-cleavage rates were corrected by subtracting the rate in the absence of ClpX. The affinity of single-chain ClpX for ClpP is stronger in the presence of protein substrate 33 , and thus K app values from the experiments in this figure are likely to be weaker than the affinity during protein degradation. 
